Introduction
We welcome the critical response by O'Grady et al. (2008) O'Grady et al. make three broad points. First, they point out potential problems with the supertree approach that are, in practice, difficult to eliminate. Second they detail areas of our supertree analysis that they find deficient. We argue below that these rest either on their misunderstanding our methods (some of which results from our lack of clarity) or on deficiencies in the available data. Third, they object to the use of our supertree as evidence for taxonomic revision of the genus Drosophila. The taxonomic status of Drosophila is not the subject of our paper, although our results are certainly relevant to that discussion. We discuss each of these three broad points in turn.
The goal of our original paper was to provide as detailed a phylogenetic hypothesis for as wide a selection of taxa in the subfamily Drosophilinae as the data will support, by drawing on the extensive but scattered literature on drosophilid phylogeny. Knowledge of the genetics, genome, and biology of Drosophila melanogaster is among the best for any metazoan, and knowledge of many other species is also increasing rapidly, as exemplified by the 12-genome project (Drosophila 12 Genomes Consortium 2007). Many other species currently assigned to the genus Drosophila have served as models in evolutionary biology. This background information presents a huge opportunity for comparative biology in the larger clade. The lack of a comprehensive, well-supported phylogeny of the clade containing these species is a major impediment to exploiting this opportunity.
Given the potential scientific benefits of comparative analyses in the Drosophilidae, the lack of a comprehensive phylogeny for this group is a scandal. The symptoms of this deplorable situation are described in our original article. Although many fine studies of clades within the currently accepted subgenera of Drosophila are available, the coverage of the closely related genera is quite poor. Authors have noted strong evidence that the genus Drosophila is paraphyletic for over 30 years, yet the coverage of taxa not currently assigned to the genus Drosophila is still quite scant. Few studies use more than a handful of genes, and none employs sampling of taxa that could be considered adequate for phylogenetic questions at the family or subfamily level.
We therefore see the following contradictory situation. The opportunities for comparative biology in the Drosophilidae are very great, yet the data with which to construct a phylogenetic hypothesis are relatively weak. This situation is the important background to our supertree analysis and review. O'Grady et al. (2008) capably outline the potential difficulties that may be encountered in assembling a supertree. We are in complete agreement with these points, and we cited literature covering the same issues in our paper. On the other hand, throughout their critique, O'Grady et al. imply that a supertree analysis is a simple matter of following a set of clearly defined best practices. Unfortunately the actual data available for most supertree analyses are far from ideal, and one is forced to balance taxonomic coverage, independence of data, and objective weighting criteria. These sorts of situations inevitably introduce a subjective element into supertree analyses. Many of O'Grady et al. 's (2008) criticisms are of precisely these inevitably subjective decisions. O'Grady et al. (2008) criticize our selection of data in the following areas. O'Grady et al. (2008) are right that we did not provide a sufficiently explicit statement about the selection of the input trees. We endeavoured to locate all the literature on drosophilid phylogenies and searched Web of Science, Google Scholar, TaxoDros (Bächli 1999 (Bächli -2008 , and the literature lists of phylogenetic articles for relevant publications. For each publication, we determined the independent sources of data (e.g., genes, morphology, chromosomes; cf. Bininda-Emonds et al. 2004 ) and selected the most comprehensive tree for our analysis. If several trees were equally comprehensive in taxa covered, we favoured trees with an adequate nucleotide substitution model over trees that lacked such an approach, as the variation in nucleotide content varies dramatically within the family Drosophilidae (Anderson et al. 1993; Moriyama & Hartl 1993; Rodriguez-Trelles et al. 1999; Tarrio et al. 2000 Tarrio et al. , 2001 Powell et al. 2003; Tamura et al. 2004; Clark et al. 2007; Heger & Ponting 2007) . We also tried to minimize the overlap between articles using the same criteria (e.g., Kopp & True 2002 and Kopp 2006) but accepted some overlap in order to maximize the total species coverage.
Supertree analyses

Specific criticisms of our input data
Statement of criteria for the choice of input trees
The charitable reader will note that we raised data-selection issues in our original paper and presented some specific examples of our decisionmaking process. Furthermore the full list of trees we used and their weights is given in our paper. O'Grady et al. (2008) claim that the composite outgroup used in our analysis included members of the family Drosophilidae. It did not. As explained in our article, our outgroup was a composite made up of data from only the non-drosophilids in our sample of phylogenies. O'Grady et al. (2008) also criticize us for using a composite outgroup at all, but this practice is standard in supertree analyses, where it is known as the semirooted MR-outgroup approach (Bininda-Emonds et al. 2004) . O'Grady et al. (2008) claim that, when multiple trees are presented in one study, the choice of the trees preferred by the authors of the original paper should be preferred, and they cite two papers in support of this contention: Gatesy et al. (2002) give the following sequence to determine which trees to include. The first step is to determine all independent data sources, such as single genes, and unique combinations of these independent data sources, as well as non-overlapping taxon sets for a single data source. Trees based on each of these data sources can be included. In the case of non-independent source trees, in other words, trees based on the same underlying data and same or overlapping taxon sets, they suggest using the most comprehensive tree, and if such a tree is not available, the tree explicitly preferred by the authors, and if that is not available, the consensus of the nonindependent trees. Finally, if all else fails, they suggest constructing a mini-supertree and using it as a source tree in the supertree analysis.
Our designation of outgroups
Not using input trees preferred by the original authors
Our approach closely mimics the suggested protocol of Bininda-Emonds et al. (2004) . We first determined the independent data sources within a study and then selected the most comprehensive tree of those available for each independent data source. Contrary to the suggested protocol of Bin-
